The data presented in this article are related to the research article entitled "The alteration landscape of the cerebral cortex" (Cauda et al., 2018). Here, we applied a metric called alteration negentropy (A-negentropy) on a large human neuroimaging dataset, in order to denote the "low structural alteration variety" of the altered brain areas. Furthermore, we reported the overview of the selection strategy, as well as the description and distribution of the selected studies from the voxel-based morphometry database of BrainMap (Vanasse et al., 2018). For all of the analyzed brain areas, we reported the number of pathologies affecting them (both local maxima and mean value), as well as the peak and average values of A-negentropy. Regions altered by a small number of brain disorders exhibit high values of A-negentropy.
Specifications table

Subject area
Neuroscience More specific subject area Transdiagnostic Neuroscience Type of data Table, figure How data were acquired Data were acquired until March 2016 from BrainMap database using the software application Sleuth 2.4 (http://brainmap.org/sleuth/).
Data format Analyzed Experimental factors
Data were included according to specific inclusion criteria. Data were codified on the basis of the International Statistical Classification of Diseases and Related Health Problems, 10 th revision (ICD-10).
Experimental features
We used the negentropy metric to detect brain areas with low alteration variety.
Data source location
BrainMap website (http://brainmap.org/sleuth/). BrainMap is a registered trademark of the University of Texas Health Science Center San Antonio.
Data accessibility
Data are available with this article and on BrainMap database (http:// brainmap.org/sleuth/). Related research article F. Cauda, A. Nani, J. Manuello, D. Liloia, K. Tatu, U. Vercelli, S. Duca, P.T. Fox, T. Costa, The alteration landscape of the cerebral cortex, Neuroimage 184 (2019) 359-371. https://doi.org/10.1016/j.neuroimage.2018. 09.036 [1] .
Value of the data
Alteration negentropy maps can be compared in meta-analytical studies with alteration patterns of specific disorders or categories of diseases.
Alteration negentropy maps can be used to select regions of interests for specific investigations about brain disorders.
Alteration negentropy maps can help researchers to reduce and better define the number of potential pathological causes of structural alterations.
Data
The present data provide a map of the structural alteration variety of the pathological brain. The flow chart of the data selection process is illustrated in Fig. 1 . Instead, Fig. 2 shows the areas with high A-negentropy values related to the ICD-10 pathological categories. Detailed data concerning the selected experimental sample and its diagnostic labeling are available in Supplementary Table 1 and  Table 1 , respectively. Table 2 reports the brain areas affected by the diseases taken into consideration in Cauda et al. [1] . In addition, Table 3 reports peak and average values of normalized A-negentropy for the brain areas (for the details on normalization, please see [1] ).
Experimental design, materials and methods
Design, materials and method
The pool of all eligible voxel-based morphometry (VBM) experiments was retrieved from the BrainMap database [2] [3] [4] . At the time of selection of studies (March 2016), the whole VBM dataset included 820 independent studies with respective diagnostic labeling (ICD-10 code). Among them, any experiment not meeting inclusion criteria was excluded. Specifically, two researchers reviewed all the full-text articles independently, in order to ensure that: (a) the pathological sample was characterized by gray matter changes of brain parenchyma; (b) the experiments described structural changes visible with whole-brain VBM; (c) the pathological sample was codified on the basis of the ICD-10 classification [5] ; (d) the results were reported by using the Talairach or Montreal Neurological Institute stereotactic coordinates; (e) the articles were original works published in a peer-reviewed English language journal.
Based on the aforementioned criteria, 646 studies were included in the meta-analysis (Supplementary Table 1 ), for a total of 39 pathological blocks and 82 pathological categories (ICD-10 codes), 1827 experiments, 19,130 subjects and 20,238 coordinates of gray matter decrease/increase (Table 1) . Descriptive information of interest was extracted from each qualified full-text article. In order to obtain a detailed and transparent description of the selection phase, we have adopted the Preferred Reporting Items for Systematic Reviews and Meta-Analyses (PRISMA) Statement international guidelines [6, 7] (Fig. 1 ).
Meta-analysis
All statistical analyses were performed using Matlab s . We first employed an anatomical likelihood estimation (ALE) [8] [9] [10] following the recommendation suggested by Eickhoff et al. [11] . Results were family-wise error-corrected for multiple comparisons and clustered at a level of p o 0.05, with a cluster-forming threshold of p o 0.001 at voxel level. ALE map activations were evaluated with a permutation test that redistributed the same number of foci in the brain and calculated an ALE map. Eventually, the histogram of the scores obtained with this procedure was used to assign a threshold for p-values.
In order to obtain the probability distribution of alteration for every brain area, the untresholded ALE map of each of the 82 pathological categories was used. To find areas of low alteration variety, we used the negentropy metric. The negentropy, which is the reverse of the entropy, is a concept first introduced by Schrödinger in his famous essay "What is Life?" [12] and further developed by Brillouin [13] . We can therefore define the negentropy as: Table 3 ). The middle panel (B) shows the cortical areas with the highest A-negentropy (i.e., the 10% with the highest values). These areas match with sensorimotor, visual, inferior temporal, and supramarginal regions. The bottom panel (C) shows subcortical normalized A-negentropy maps related to the ICD-10 pathological categories. Of note, a large part of the white matter sites show a high A-negentropy values; this result, however, is to be expected, as we queried the BrainMap database for gray matter alterations only. where IðXÞ is the expected value of the informational content. This means that the negentropy metric is related to the mean informational content of a random variable. In our case, a voxel with high Anegentropy values is thought to have more mean informational content than a voxel with low Anegentropy values. In other words, a decrease of negentropy corresponds to a loss of information about the system, and vice versa. More detailed information about the statistical analyses are viewable in Cauda et al. [1] .
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